and are clustered according to combined sore for both input proteins and pathways. The Enrichr combined score combines a Fisher's exact P-score and a z-score assessing the deviation from the expected rank (Kuleshov, 2016) All proteins were identified and relatively quantified by 2 or more unique peptides in all three mass spectrometry experiment s; and were significantly different by both randomized permutation and Kruskal-Wallis test with Benjamini-Hochberg FDR used for multiple testing corrections. Proteins identified in both cytosol and membrane fractions are in bold. Data are expressed as log2 fold change and are sorted by changes in the ApoE-HFD. 
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